INTRODUCTION

166
Phylogenetic analysis based on the analysis of the rpoB gene sequence 167 revealed that the strains of C. xerosis cluster together to form a distinct subline 168 within the genus Corynebacterium that was separated from that formed by C.
169 freneyi, C. amycolatum or C. hansenii, which was supported by high bootstrap re-
170
sampling values (Fig. 2) . In agreement with RFLP-IGS results, the animal strain was obtained after phylogenetic analysis based on 16S rRNA gene sequences (Fig. 3) .
174
Comparative analysis of the partial rpoB sequences determined for the C. Table 2 .
215
C. xerosis exhibited large to moderate amounts of C16:0 (10.6%-16.2%), not detected in C. xerosis, but they were present in C. freneyi and C. amycolatum.
223
In addition, the fatty acid C16:1ϖ9c detected in C. xerosis (0.7-2.0%) was not 224 present in C. freneyi and the fatty acid C17:1ϖ8c was present in C. hansenii. are also obtained on the maximum-likelihood and parsimony trees.
445
Corynebacterium bovis NCTC 3324 T (X82051) was used as an outgroup Bar, 1% 446 sequence divergence. 
